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7 resolution of 5 µm. The analysis of the results was performed using the Scanarray 157 software (Perkin Elmer, Boston, USA). The results were normalized using the 158 Lowess algorithm (locally weighted scatter plot smoothing) together with subtraction 159 of the background signal. As control, the β-tubulin gene was used. identified. The expression profile of group 1 is shown in Figure 2A . The following 256 genes belonged to this group and all showed a very similar profile: aflM, aflE, aflH,
group the expression patterns of all the genes were very similar and resembled the 261 profile which is shown in Figure 2B . The genes aflS and aflJ, which were highly 262 expressed under certain conditions, were both in group 1. When the two gene groups 263 are assigned to the cluster all of the group 1 genes are adjacently located covering 264 the region from aflR to aflN. The other group is split and comprises the regions from 265 the aflF to the aflA gene and from the aflG to the aflY gene. The only exception is the 266 aflU gene, which belongs to the expression profile of group 1. The data suggests that 267 different mechanisms are involved in the regulation of the two groups in relation to 268 environmental changes and that co-localization within the cluster might facilitate this 269 different behaviour (Fig. 3) . 270 fact that under certain conditions only low amounts of aflatoxin were produced might 370 be due to an unknown post-transcriptional mechanism as discussed above. 371
Two groups of cluster genes could be identified based on plotting of the 372 expression profile of the single genes against temperature and a w . Interestingly, 373 when these groups were allocated to the cluster, they suggest a division into three 374 homogenous parts of the cluster consisting of genes of the same group. Genes with 375 expression profile 2 are located within the cluster region between aflF and aflA 376 followed by a region completely covered by genes of the expression profile 1 (aflR to 377 here. The water activity of 0.9 is about the water activity of the final product which 433 corresponds to a moisture content of < 25 %. 434
The current study shows that stress applied by external abiotic factors has a 435 complex influence on aflatoxin gene regulation. This study using a mycotoxin gene 436 cluster array gives a first insight into this sophisticated regulatory network. 
